/CD24
-G4 and CD44 hi /CD24 lo A4
was shown by G-band karyotyping relative to the parental cell line and revealed identical genetic abnormalities (1) (Supplementary Figure S1 ). Moreover, the phenotypic stability of the CD44 and CD24 expression remained unchanged in both the presence and absence of growth factors (Supplementary Figure S2 ). A4 and G4 are designated Basal A and Basal B phenotypes according to their transcription profiles, morphology and invasion features, which highly resemble those previously described for Basal A and Basal B cell lines and primary tumors (2-4). A4 is designated Basal A due to the luminal-like morphology and its expression of genes distinct from Basal B (3) including DDR1, SHANK2, RBM47, F11R, ATAD4, ESRP1, SLC9, ERBB3, CRABP2, SPINT2, EFHD1, MYO5C, SPINT1, ANK3, DLG3, RAB25, EPCAM, CLDN4, PRSS8, ELF3, CD24, GRHL2 . G4 is designated Basal B, due to the mesenchymal-like appearance and higher invasive potential in Boyden chambers (24-well QCM™ Endothelial Cell Invasion Assay; EMD Millipore, Billerica, MA, USA) relative to A4 (Supplementary Figure S3) . Further, G4 exhibits higher expression of ZEB1, EMP3, FBN1, TGFB1, VIM and SPARC relative to A4. These genes distinguish the Basal B group from cells with other features (3).
RELATED TO FIGURE 5, SUPPLEMENTARY FIGURE S4 AND SUPPLEMENTARY TABLE S2:
Gene Array Profiling of the CD44 hi /CD24 -/lo Subsets Revealed
Novel Markers and Pathways Linked to Tumor-Initiating Cells as well as a Prognostic Gene Signature
The outcome of gene array analysis of G4 and A4 showed a total of 3660 differentially expressed genes (FDR 0.01, p< 0.01). A panel of 599 mRNAs was expressed differentially more than two-fold between G4 and A4 (Supplementary Table S2 ). Ingenuity pathway analysis revealed several networks, including a network of 59 genes that were up-regulated more than three-fold in A4 compared to G4, including genes known to be involved in cancer, reproductive systems and genetic disease (Supplementary Figure S4) .
Supplementary Figure S3 . Boyden chamber invasion assay. Cell invasion assay of HMT3909S13, G4, A4 and MDA-MB-231 was performed according to manufacturer's protocol in 72 h. The figure is representative of four experiments. Cells were grown in MEGM without B27. Figure S1 . G-band karyotyping of HMT3909S13, A4 and G4 described in accordance with the International System for Human Cytogenetic Nomenclature (ISCN 2005 The staining intensity and percentage of cells expressing protein are listed. The staining intensity is graded: -, +, ++ and +++.
Supplementary
Supplementary Figure S4 . Ingenuity Pathway analysis predicted a network of 59 genes that were upregulated more than three-fold in A4 compared to G4, including genes known to be involved in cancer, reproductive systems and genetic disease. Pages S7-S8 show downregulation in A4 relative to G4.
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